To obtain the full sequence of the hare HEV genome, heminested reverse transcription-PCR (RT-PCR) assays were developed (Appendix Table 3 ). These assays were designed to amplify 800 overlapping nucleotides of known Orthohepevirus A genotype 3 genomes.
Genomic fragments that could not be amplified by these assays were connected by bridging RT-PCR using hare HEV-specific primers (Appendix Table 3 ). All PCR products were Sanger sequenced (Microsynth Seqlab, Göttingen, Germany).
For the phylogenetic analyses, the complete coding sequences of the concatenated ORF 1 and ORF 2 of hare-associated HEV were aligned with other lagomorph HEV strains available in GenBank as of 1st Sep 2018, and reference Orthohepevirus A strains, as previously defined (5).
Maximum likelihood phylogenies were calculated using a GTR nucleotide substitution model, neighbor-joining phylogenies with a Jukes-Cantor nucleotide substitution model and 1000 bootstrap replicates in Geneious 11 (https://www.geneious.com/). Recombination analyses were made using RDP4 (6). 
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